Eurasian (EA)-origin H5N8 clade 2.3.4.4 avian influenza viruses were first detected in North America during December 2014. Subsequent reassortment with North American (AM) low-pathogenic wild-bird-origin avian influenza has generated at least two reassortants, including an EA/AM H5N1 from an apparently healthy wild green-winged teal, suggesting continued ongoing reassortment.
H
5N1 highly pathogenic avian influenza virus (HPAIV) emerged in China during 1996 and has subsequently evolved into diverse clades and subclades (1) . Beginning in January 2014, a distinct group of HPAI H5 reassortant viruses (H5N8 subclade 2.3.4.4) has caused outbreaks in poultry in South Korea, and by late 2014, it had spread to Japan, the Russian Federation, and Europe, with multiple isolations occurring from wild birds, including apparently healthy birds (2). On 4 December 2014, a novel HPAI H5N2 reassortant was isolated from two poultry outbreaks in British Columbia (BC), Canada. The virus was a reassortant containing five Eurasian-origin (EA) H5N8 and three North American (AM) wild-bird-origin avian influenza virus (AIV) RNA segments (3) .
A wholly Eurasian 2.3.4.4 H5N8 virus was isolated on 6 December 2014 in Whatcom County, WA, from a gyrfalcon (Falco rusticolus) that hunted and fed on a wild birds and died 2 days later (4). In the same area, a northern pintail (Anas acuta) was found dead on 8 December 2014, from which the Canadian EA/AM H5N2 reassortant virus was isolated (4). Oropharyngeal and cloacal swabs were subsequently collected from wild waterfowl as part of a hunter-harvest surveillance program to monitor the extent of H5 HPAIV transmission along the Pacific Flyway. We now report that a second reassortant virus was isolated from a greenwinged teal ( We gratefully acknowledge members of our respective laboratories for their dedication and expertise.
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